DNA methylation is an epigenetic mark that is differentially patterned in diverse cell types and developmental stages. During the past few years, it has also become apparent that these patterns continue to change as individuals age. Here we present a mathematical framework for modeling epigenetic changes during lifespans, and infer nonlinear trends in the changes of DNA methylation patterns with age. We also speculate that these trends may be driven by entropic forces that lead to more disordered epigenomes in older individuals. To meet with the guest speaker contact the organizer Mary E. Sehl
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Human epigenetic ageing is logarithmic with time across the entire lifespan
Abstract DNA methylation is an epigenetic mark that is differentially patterned in diverse cell types and developmental stages. During the past few years, it has also become apparent that these patterns continue to change as individuals age. Here we present a mathematical framework for modeling epigenetic changes during lifespans, and infer nonlinear trends in the changes of DNA methylation patterns with age. We also speculate that these trends may be driven by entropic forces that lead to more disordered epigenomes in older individuals. To meet with the guest speaker contact the organizer Mary E. Sehl msehl@mednet.ucla.edu
